Background: Telocytes (TCs) are newly identified interstitial cells that participate in tissue protection and repair. The present study investigated the mechanisms underlying the protective effect of TCs in a mouse model of respiratory distress.
Introduction
Acute respiratory distress syndrome (ARDS) is a clinical syndrome characterised by acute progression of respiratory failure. According to an international multicentre research, the prevalence of ARDS was 10.4% of ICU admissions [1] . Inflammatory responses destroy underlying vascular endothelial cells and respiratory epithelial cells and impair the lungs' ability to exchange oxygen and carbon dioxide [2] . Therefore, decreasing inflammation and accelerating blood vessel repair are two key factors in the prevention and treatment of ARDS. Since its severity and lack of effective pharmacologic treatments [3] , it is of great significance to explore novel therapeutic strategies for ARDS. Recently, cell therapy have been shown to have promising therapeutic potential. Mesenchymal stem cells ameliorated ARDS due to paracrine mechanism [4] .
Telocytes (TCs) are newly identified mesenchymal cells that play a role in providing nutrition to surrounding cells by cell-cell communication and have post-injury repair and regeneration functions [5] [6] [7] . TCs contribute to angiogenesis within the myocardium [8] . Transplantation of cardiac TCs promotes post ischaemic myocardial repair [9] . Pulmonary TCs also assist with angiogenesis since they participate in forming the structure of the air-blood barrier [10] . Intratracheal administration of activated TCs has been reported to alleviate ventilator-induced lung injury in a mouse model by releasing angiogenic factors [11] . However, the underlying mechanism remains unclear.
Class I Phosphoinositide-3-kinases (PI3Ks) or the four subtypes of catalytic subunit-p110α, p110β, p110γ and p110δ-are expressed in all mammalian cells. The catalytic subunits bind to p85 regulatory subunits, activate receptor tyrosine kinases (RTKs), and transmit a variety of cell surface receptor signals, such as those from the epidermal growth factor receptor (EGFR) or fibroblast growth factor receptor (FGFR), to promote cell growth [12] . The PI3K subunits p110α and p110δ were demonstrated to be associated with tissue repair; however, this function is mediated by different mechanisms. The activity of PI3K p110α can be enhanced by tyrosine kinase ligands, such as vascular endothelial growth factor (VEGF) A, and can induce angiogenesis and vascular remodelling [13] . Moreover, p110α regulates endothelial cell migration through the small GTPase RhoA, mediated by PI3KCG, a gene encoding a p110γ subunit, which has a protective effect on hypoxic-reoxygenated cardiomyocytes mediated by activation of the PI3K/AKT signalling pathway and inhibition of apoptosis [14] . PI3K (p110δ)/ AKT/mammalian target of rapamycin (mTOR) signalling pathway mediates interferon-γ (IFN-γ) induced airway epithelial cell growth and proliferation through interaction with CEACAM1 [15] .
MicroRNAs (miRNAs) are small, non-coding RNAs that regulate the expression of target genes via posttranscriptional degradation of mRNA and/or translational inhibition of protein expression. MiR-135a can influence cell proliferation, migration, invasion, apoptosis and tumour angiogenesis through the IGF-1/PI3K/ AKT signalling pathway in non-small cell lung cancer (NSCLC) [16] . Mature miR-21a-5p was found to be secreted by lipopolysaccharide (LPS)-activated macrophages in small vesicles, which were endocytosed and internalised by renal fibroblasts, thereby promoting the expression of fibrosis and inflammation markers in a mouse model of chronic renal allograft dysfunction (CAD) in allogeneic kidney transplantation [17] . Antagonism of miR-21a-5p ameliorated CAD in mouse model following kidney transplantation [17] . In patients with renal allograft, elevation of urinary [18] and plasma [19] miR-21 level was correlated with interstitial fibrosis and tubular atrophy.
The TCs line was established by transfection with simian vacuolating virus 40 (SV40) and identified to maintain TCs morphology and immune characteristics [20] . TCs proliferation was demonstrated to be regulated by transforming growth factor-β (TGF-β) and mediated by the PI3K p110α subunit and the PI3K/AKT/mTOR signalling pathway [21] . The present study was designed to investigate the underlying protective effect of TCs in a mouse model of respiratory distress. Bioinformatics approaches were applied to analyse gene expression profiles in TCs challenged with LPS. Particular attention was devoted to the angiogenesis-related process. The protective mechanisms mediated by the PI3K subunit in TCs were further examined in hemangioendothelioma endothelial cells (EOMA cells) in vitro. The current study presents the theoretical bases of an alternative new potential therapeutic strategy for ARDS.
MiRNA transfection
Both the miR-21a-3p inhibitor and NC were purchased from China Ribobio (Ribobio, Guangzhou, China). TCs were transfected with the miR-21a-3p inhibitor and NC at a final concentration of 50 nmol/L using a lipofectamine RNAiMAX transfection system (ThermoFisher Scientific, Carlsbad, CA) according to the manufacturer's protocol. Cells were incubated with siRNA in serum-free and antibiotic-free medium for 6 h and then in normal growth medium for another 24 h before the experiments were performed.
Gene expression profiling analysis
Gene expression profiling analysis of both miRNA and mRNA were performed with Agilent Microarray Scanner (Cat # G2565CA, Agilent technologies, Santa Clara, CA). The data were normalised with the AgiMicroRna package [22] . The gene expression files were analysed with R-3.4.1 software. Differentially expressed genes (DEGs) were defined as those with an adjusted P-value of less than 0.05. DEGs were further analysed with the limma package [23] . Heat maps were generated with the ggplot2 package [24] .
The online databases miRWalk [25] and TargetScan [26] were used to screen potential miRNA target genes. Overlapping genes in the two databases were selected for further analysis. The online database STRING [27] and the Database for Annotation, Visualization and Integrated Discovery (DAVID) v6.8 [28] were used to analyse gene function. The relationship between DEGs and miR-NAs was further visualised with Cytoscape 3.7.1 [29] .
Quantification of mRNA and miRNA
Total RNA was extracted from cultured TCs with TRIzol (Takara, Shiga, Japan) according to the provided instructions. MiRNAs were reverse transcribed with a Bulge-Loop miRNA qRT-PCR Starter Kit (Ribobio, Guangzhou, China), and mRNAs were reverse transcribed to complementary DNA (cDNA) with a PrimeScript RT Reagent Kit with gDNA Eraser (Takara, Shiga, Japan). The expression levels of miR-21a-3p, miR-221-5p and mRNAs were measured by quantitative real-time polymerase chain reaction (qPCR) on a Bio-Rad IQ5 real-time PCR instrument, with U6 and GAPDH used as the housekeeping genes for miRNAs and mRNAs, respectively. MiRNA PCR was performed with the Bulge-Loop miRNA qRT-PCR Starter Kit, Bulge-Loop mmu-miR-21a-3p Primer Set and Bulge-Loop mmu-miR-221-5p Primer Set (Ribobio, Guangzhou, China). MRNA primers were synthesised by Sangon (Shanghai, China). The following mouse-specific primers were used: GAPDH sense primer: 5′-GTT CAA CGG CAC AGT CAA G-3′, antisense primer: 5′-GCC AGT AGA CTC CAC GAC AT-3′; E2F8 sense primer: 5′-CTG TTT GCA CGA ACA CTT ATCAG-3′, antisense primer: 5′-GTA CCG CGC TAG GAA TTT GTG-3′; Acvrl1 sense primer: 5′-TGA TTC CTG TTG CCG GCC T-3′, antisense primer: 5′-CAG TGT GGG CTC TCA CAA GT-3′; Rbpj sense primer: 5′-TGG CGA GAG TTT GTG GAA GA-3′, antisense primer: 5′-AGC ACT GTT TGA TCC CCT CG-3′; Notch1 sense primer: 5′-TGT GGC TTC CTT CTA CTG CG-3′, antisense primer: 5′-CTT TGC CGT TGA CAG GGT TG-3′; Flt1 sense primer: 5′-GTG AGC ACT GCG GCA AAA AG-3′, antisense primer: 5′-ACT CAT TTT GGG AGG AGC GT -3′; EFNB2 sense primer: 5′-CGA GGT GGC AAC AAC AAT GG-3′, antisense primer: 5′-ATA GTC CCC GCT GAC CTT CT -3′; Thbs1 sense primer: 5′-CTG CCA ATC ATA ACC AGC G-3′, antisense primer: 5′-TTC GTT AAA GGC CGA GTG CT-3′; EPAS1 sense primer: 5′-CTG AGG AAG GAG AAA TCC CGT-3′, antisense primer: 5′-TGT GTC CGA AGG AAG CTG ATG-3′; hypoxia inducible factor-1α (HIF-1α) sense primer: 5′-ACC TTC ATC GGA AAC TCC AAAG-3′, antisense primer: 5′-CTG TTG GCT GGG AAA AGT TAGG-3′; PIK3CA sense primer: 5′-CCA CGA CCA TCT TCG GGT G-3′, antisense primer: 5′-ACG GAG GCA TTC TAA AGT CACTA-3′; PIK3CB sense primer: 5′-CTA TGG CAG ACA ACC TTG ACAT-3′, antisense primer: 5′-CTT CCC GAG GTA CTT CCA ACT-3′; PIK3CD sense primer: 5′-GTA AAC GAC TTC CGC ACT AAGA-3′, antisense primer: 5′-GCT GAC ACG CAA TAA GCC G-3′; and VEGF sense primer: 5′-GTA CCT CCA CCA TGC CAA GT-3′, antisense primer: 5′-TCC TAT GTG CTG GCT TTG GT-3′.
Western blotting
Total protein was extracted from cultured TCs with lysis buffer (150 mmol/L NaCl, 1 mmol/L EDTA, 1 mmol/L NaF, 1 mmol/L dithiothreitol, 10 μg/μL aprotinin, 10 μg/ μL leupeptin, 0.1 mmol/L Na3VO4, 1 mmol/L phenylmethylsulfonyl fluoride (PMSF), and 0.5% NP-40). Protein extracts (20 μg) were separated by 10% sodium dodecyl sulfate-polyacrylamide gel electrophoresis and transferred to polyvinylidene fluoride membranes (Merck Millipore, Darmstadt, Germany). After blocking with 5% non-fat milk/Tris-buffered saline containing 0.1% Tween 20 at room temperature for one hour, membranes were incubated with primary antibodies [specific for GAPDH (60004-1-Ig, Proteintech, Wuhan, China), E2F8 (ab109596, Abcam, Cambridge, UK), Deltalike 4 (DLL4)(ab7280, Abcam, Cambridge, UK), Notch1 (sc-373891, Santa Cruz, Dallas, TX), Notch2 (sc-5545, Santa Cruz, Dallas, TX), Notch4 (sc-5594, Santa Cruz, Dallas, TX), phosphatase and tensin homolog deleted on chromosome ten (PTEN)(ab32199, Abcam, Cambridge, UK), PI3K (4257T, CST, Boston, MA), p-PI3K (4228T, CST, Boston, MA), mTOR (2983T, CST, Boston, MA), p-mTOR (5536T, CST, Boston, MA), AKT (9272S, CST, Boston, MA), p-AKT (9271S, CST, Boston, MA), and p110α (4249T, CST, Boston, MA)] overnight at 4 °C. Protein expression levels were normalised to those of GAPDH with ImageJ (NIH, Bethesda, MD).
EOMA cells proliferation assay
EOMA cells proliferation was assessed with a colorimetric assay-Cell Counting Kit-8 (CCK8, Yeasen, Shanghai, China)-following the manufacturer's protocol. Approximately 4000 EOMA cells/well were seeded in a 96-well plate. After adhesion, EOMA cells were incubated for 24 h with culture medium from TCs transfected with the miR-21a-3p inhibitor or NC in the presence of LPS.
Dual luciferase assay
The pGL3 reporter vector (Promega, Madison, WI) was used to generate the plasmids pGL3-WT-E2F8-3′-UTR and pGL3-Mut-E2F8-3′-UTR. Human embryonic kidney cells were co-transfected with pGL3-E2F8-3′-UTR (WT or Mut) and the miR-21a-3p mimic or NC with Lipofectamine 2000 reagent (ThermoFisher Scientific, Carlsbad, CA). After incubation for 24 h, luciferase activity was assessed by the Dual-Luciferase Reporter Assay System (Promega, Madison, WI) according to the manufacturer's protocol.
Enzyme-linked immunosorbent assay (ELISA)
The concentration of VEGF in the TCs culture medium was measured by a commercial VEGF ELISA kit (Westang, Shanghai, China) according to the manufacturer's protocol.
Dynamic real-time cell observation
Live observation of EOMA cells was performed with a Cell-IQ cell culture platform (Chip-Man Technologies, Tampere, Finland) equipped with a phase contrast microscope (Nikon CFI Achromat phase contrast objective with 10 magnification) and a camera (Nikon, Fukasawa, Japan). The equipment was controlled by Imagen software (Chip-Man Technologies). Each group contained 16 replicates of visual fields. Images were acquired at 1-h intervals for 48 h.
Tissue preparation and immunofluorescence examination
Lung tissues were fixed with 10% formalin solution and embedded in paraffin. Each tissue was sectioned at 5 μm and stained with haematoxylin-eosin (HE, Beyotime, Shanghai, China) according to the manufacturer's protocol. For immunofluorescence staining, an antigen retrieval protocol was carried out with incubation in 0.3% H 2 O 2 for 30 min and heating to boiling in a microwave in citrate buffer for 10 min. After blocking with 5% goat serum in Tris-buffered saline, sections were incubated with diluted primary antibodies [CD31 (1:500, ab24590, Abcam, Cambridge, UK), endothelial nitric oxide synthase (eNOS) (1:500, Cat610296, BD Biotechnology, San Jose, CA)] overnight at 4 °C and then with secondary antibodies and 4′,6-diamidino-2-phenylindole (DAPI), separately.
Statistical analysis
Data are expressed as the means ± SDs and were analysed by one-way analysis of variance (ANOVA) and Tukey's multiple comparisons test. A P-value of < 0.05 was considered statistically significant. All statistical analyses were performed with GraphPad Prism 7.04 (GraphPad, San Diego, CA).
Results

Protective effects of TCs in ARDS
The ability for TCs protection was first estimated in ARDS mouse models. LPS stimulation caused inflammatory infiltration, alveolar wall widening, and vessel destruction ( Fig. 1a ). The production of inflammatory cytokines was elevated in ARDS mice ( Fig. 1b ). Since substances, including molecules and exosomes, released by TCs could be important factors affecting adjacent cells, the effect of TCs culture medium was assessed. Instillation of TCs culture medium reduced the inflammatory infiltration, reduced the alveolar interstitial width and decreased the levels of inflammatory cytokines. Bio-behaviours of TCs were recorded by Cell-IQ to show the typical morphology of cultured cells (Additional file 1: Figure S1 ).
TCs promoted angiogenesis in ARDS
As angiogenesis is essential in tissue repair, the induction of angiogenic factors in TCs after stimulation with LPS was assessed. In ARDS mice, the expression of the angiogenesis-related marker CD31 and eNOS was downregulated. However, an increase in CD31 and eNOS expression was observed in the WT TCs treatment group but not in the group treated with medium from TCs with miR-21a-3p inhibition (Fig. 2 ).
MiRNA and mRNA profiles in LPS-stimulated TCs
To identify the critical miRNAs in the regulation of angiogenesis by TCs, miRNA and mRNA profiles were generated, and the relationship of differentially expressed miRNAs with downstream angiogenesis factor-associated mRNAs were analysed in LPS-stimulated TCs. In LPS-stimulated TCs, six miRNAs, including miR-155-5p, miR-21a-3p, miR-5100, miR-221-5p, miR-7a-3p and miR-146a-5p, were upregulated, and one miRNA (miR-188-5p) was downregulated with an absolute fold change > 2 ( Fig. 3a and Table 1 ). By referring these results to two online databases (miRWalk and TargetScan), 4368 target genes were predicted to be downstream targets of the differentially expressed miRNAs. In total, 1899 mRNAs-901 upregulated and 998 downregulated-were differentially expressed in TCs after LPS stimulation ( Fig. 3b and Table 2 ). A total of 519 genes overlapped with those from the online prediction ( Fig. 3c ).
Pulmonary TCs were reported to promote angiogenesis in a mouse model of ARDS [11] ; thus, particular attention was devoted to angiogenesis in the gene ontology (GO) functional analysis. According to the DAVID online database, 28 DEGs were enriched in the processes of blood vessel formation, angiogenesis, blood vessel morphogenesis, blood vessel remodelling, and sprouting angiogenesis. For further analysis, the DEGs were enriched in the STRING database. According to the STRING database, the DEGs were enriched in 9 angiogenesis-related processes: angiogenesis, blood vessel morphogenesis, vasculature development, blood vessel remodelling, sprouting angiogenesis, venous blood vessel sprouting, venous blood vessel morphogenesis, regulation of angiogenesis, and positive regulation of angiogenesis ( Fig. 3d ). As most genes participated in at least 3 biological processes, those involved in more than three processes-i.e. E2F8, Notch1, EPAS1, Rbpj, Flt1, ACVRL1, EFNB2 and Thbs1-were selected for further research. MiR-21a-3p, miR-221-5p, miR-146a-5p and miR-188-5p regulated these 8 genes ( Fig. 3e ).
Validation of miRNAs and their target mRNAs in TCs
We next assessed the mRNA levels of angiogenesis factors. The mRNA expression of E2F8, Notch1, EPAS1, Rbpj, Flt1, ACVRL1, EFNB2 and Thbs1 was measured in b Heat map of differential expressed genes in cultured TCs stimulated with LPS. c Relationship between differential expressed miRNAs and their differential expressed target mRNAs. Yellow indicated miRNAs, green indicated downregulated mRNAs, and red indicated upregulated mRNAs. d Interaction of the angiogenesis-related proteins in STRING. Different colours indicated the involvement of proteins in different processes. Red indicated angiogenesis, pink indicated blood vessel morphogenesis, purple indicated vasculature development, brown indicated blood vessel remodelling, blue indicated sprouting angiogenesis, cyan indicated venous blood vessel sprouting, orange indicated venous blood vessel morphogenesis, green indicated regulation of angiogenesis, and yellow indicated positive regulation of angiogenesis. e Angiogenesis related miRNAs and their downstream genes. Red indicated upregulated miRNAs, green indicated downregulated miRNAs, yellow indicated genes that were enriched in more than three processes in STRING, blue indicated other mRNAs TCs after LPS stimulation. After LPS stimulation, E2F8, EFNB2, and EPAS1 were significantly downregulated, while Flt1 was upregulated. Given that miRNAs usually negatively regulate downstream genes, E2F8, EFNB2, and EPAS1 were further studied. LPS stimulation significantly increased miR-21a-3p and miR-221-5p expression in TCs compared with that in cells under control conditions. To clarify the relationship between miRNAs and mRNAs, miRNA inhibitors were applied. MiR-221-5p inhibition restored the expression of EPAS1 but not EFNB2, and miR-21a-3p inhibition restored the expression of E2F8 but not EPAS1. MiR-21 had been reported to increase proliferation, migration and tube formation of Human Umbilical Vein Endothelial Cells (HUVECs) and induce angiogenesis by directly targeting PTEN [30, 31] . Moreover, miR-21a-3p and its downstream target E2F8 were further studied. After 24 h, the protein expression of E2F8 was decreased in TCs challenged with LPS and was restored by inhibition of miR-21a-3p. The dual luciferase reporter assay indicated that E2F8 was the direct target of miR-21a-3p ( Fig. 4 ).
MiR-21a-3p regulated angiogenesis under inflammatory conditions
The transcription factors E2F7/8 were reported to regulate vessel branching via DLL4-Notch approaches [32] or HIF-1α/VEGFA signalling [33] . In the present study, LPS stimulation reduced the protein expression of Notch 2 but not Notch 1, Notch 4 or DLL4. Inhibition of miR-21a-3p restored Notch 2 protein expression in TCs in the presence of LPS. LPS did not affect HIF-1α expression. However, LPS increased the expression of VEGFA at the mRNA level, and this increase was reversed by miR-21a-3p inhibition in cultured TCs (Fig. 5 ).
PI3K signalling might participate in angiogenesis
PI3K, especially the Class I catalytic isoforms, plays an important role in angiogenesis. To study the mechanisms underlying the effect of miR-21a-3p in TCs on angiogenesis induction, PI3K subunit expression was first examined. The mRNA levels of the Class I PI3K isoforms PIK3CA, PIK3CB, and PIK3CD did not significantly change with LPS stimulation. However, the protein level of p110α in TCs was significantly increased with LPS stimulation and decreased with miR-21a-3p inhibitor co-treatment. The PI3K signalling molecules AKT, mTOR, and PTEN were unaffected by either LPS or miR-21a-3p. These results indicated that PI3K signalling might participate in angiogenesis via the p110α isoform ( Fig. 6 ).
MiR-21a-3p and p110α in TCs promoted the proliferation of EOMA cells
The proliferation of EOMA cells was then estimated after co-culture with TCs pre-treated with the miR-21a-3p or PI3K p110α inhibitor. Culture medium from TCs stimulated with LPS promoted EOMA cells proliferation, as determined by the CCK8 assay. Compared with medium from NC TCs, culture medium from TCs with miR-21a-3p inhibition significantly reduced EOMA cells proliferation (Fig. 7a ). The effect of p110α was examined by dynamic real-time cell observation. The proliferation assay indicated that EOMA cells proliferation decreased with LPS stimulation but was restored by co-culture with TCs. Inhibition of miR-21a-3p or p110α (with its inhibitor HS-173) weakened the protective effect of TCs (Fig. 7b, d) . The scratch assay showed similar results (Fig. 7c, e ). VEGF protein expression was significantly elevated with LPS stimulation, and this increase was reversed by inhibition of either miR-21a-3p or p110α (Fig. 7f ). The results above indicated that VEGF is regulated by both miR-21a-3p and p110α.
Discussion
This study reports that TCs culture medium can alleviate ARDS in mice probably via angiogenesis-associated factors regulated by miR-21a-3p. TCs exposed to LPS exhibited increased miR-21a-3p expression and VEGF production, which further promoted vascular endothelial cell proliferation. The protective effects of TCs mediated by miR-21a-3p might be regulated through PI3K (p110α)/ AKT/mTOR signalling and the expression levels of the downstream targets E2F8 and Notch 2 ( Fig. 8 ).
Endotoxin-induced ARDS has been reported to affect both respiratory epithelial cells and the underlying vascular endothelial cells [34] . In the present study, LPS stimulation induced severe vascular damage in the lungs, as shown by the reduced levels of CD31 and eNOS. TCs are distinct from mesenchymal stem cells and fibroblasts and have been reported to have specific roles in cell signalling, tissue remodelling and angiogenesis [35] . In the present study, TCs culture medium exhibited great potential to reverse the angiogenic signalling that was reduced by LPS-induced inflammation, supporting the observation that TCs alleviate LPS-induced lung injury in mice by releasing angiogenic factors [11] .
Non-coding miRNAs are involved in several pathological processes, including angiogenesis [36, 37] . MiR-221-5p [38] , miR-146a-5p [39] , and miR-21a-3p [40] [41] [42] are reported to be associated with the angiogenesis process. MiR-21a-3p and miR-221-5p were demonstrated to be involved in the promotion of angiogenesis in TCs. As miR-21a-3p was more frequently reported on angiogenesis, it was further studied. MiR-21a-3p knockdown in TCs reduced CD31 and eNOS expression in the lungs of ARDS mice in vivo. MiR-21a-3p exerts its protective effects on injury repair by inducing angiogenesis-associated signalling pathways. For instance, miR-21a-3p activates the AKT pathway and increases matrix metalloproteinase-2 (MMP-2) expression to reduce the extent of the infarcted region in heart ischaemia/reperfusion injury [41] , inhibits PTEN and sprouty homolog 1 (SPRY1) to heal soft tissue wounds [40] , and upregulates VEGF and activates the Ang-1/Tie-2 axis in traumatic brain injury [42] . In the current study, the p110α isoform in PI3K/AKT/mTOR signalling pathway was demonstrated to be involved in miR-21a-3p-mediated angiogenic factor induction in TCs. However, the alteration of other protein levels and HIF-1α in TCs treated with LPS and the miR-21a-3p inhibitor indicated that more complex signalling pathways were involved in regulating the angiogenic function of TCs. Culture medium from LPS-induced TCs promoted EOMA cells proliferation in vitro, accompanied by elevated levels of VEGF mRNA and secretion, which further demonstrated that the functional miR-21a-3p was generated by TCs. These data support the hypothesis that miR-21a-3p plays a role in angiogenesis and profoundly demonstrate the mechanisms mediated by PI3K p110α.
The E2F family was first reported to induce cell proliferation [43] , and E2F family members are essential transcriptional regulators of cell cycle progression [44] , as well as apoptosis, metabolism and angiogenesis [45] . E2F8 is an atypical transcriptional repressor in the E2F family since it contains domains that differ from the canonical domains [46] . By forming homodimers or heterodimers with E2F7, E2F8 reduces the excessive and destructive activation of E2F1 [47] . However, reports of E2F8 in angiogenesis in the literature are controversial. E2F7/8 has been reported to positively regulate the formation of blood vessels during embryonic development via HIF-1α/VEGFA signalling [33] . On the other hand, E2F7/8 suppresses tumour angiogenesis via the induction of DLL4 [32] . In the present study, E2F8 expression was reduced after LPS stimulation in TCs and restored with miR-21a-3p inhibition, indicating that E2F8 plays a negative role in angiogenesis under inflammatory conditions. The Notch family, which contains several receptors and ligands, is fundamental in the regulation of blood vessel branching [48] . DLL4, a Notch ligand, has an inhibitory function in blood vessel branching [49] that is compromised by Jagged 1 activation [50] . Notch1 positively regulates angiogenesis [51] , while Notch2 negatively regulates cell proliferation [52] and angiogenesis [53] . In the initial stage of angiogenesis, inhibition of Notch 2 promotes vascular endothelial cell proliferation, while activation of Notch 2 reduces endothelial cell responses to VEGF [54, 55] . In the present study, Notch2 expression was mediated by miR-21a-3p. However, the relationship between the transcription factor E2F8 and Notch2 was not illustrated. Further experiments should be conducted to confirm the signalling pathway of E2F8/Notch2 in angiogenesis. 
